Abstract: Organisms vary in their dispersal abilities, and these differences can have important 23 biological consequences, such as impacting the likelihood of hybridization events. However, 24 there is still much to learn about the factors influencing hybridization, and specifically how 25 dispersal ability affects the opportunities for hybridization. Here, using the ecological replicate 26 system of dove wing and body lice (Insecta: Phthiraptera), we show that species with higher 27 dispersal abilities exhibited increased genomic signatures of introgression. Specifically, we 
Abstract: Organisms vary in their dispersal abilities, and these differences can have important 23 biological consequences, such as impacting the likelihood of hybridization events. However, 24 there is still much to learn about the factors influencing hybridization, and specifically how 25 dispersal ability affects the opportunities for hybridization. Here, using the ecological replicate 26 system of dove wing and body lice (Insecta: Phthiraptera), we show that species with higher 27 dispersal abilities exhibited increased genomic signatures of introgression. Specifically, we 28 found a higher proportion of introgressed genomic reads and more reticulated phylogenetic 29 networks in wing lice, the louse group with higher dispersal abilities. Our results are consistent 30 with the hypothesis that differences in dispersal ability might drive the extent of introgression 31 through hybridization. Overall, the results from this study represent an important step towards of species (Clobert et al. 2001 (Clobert et al. , 2012 . 41 Organisms differ in their dispersal abilities, and these differences have an impact on their force.ultrametric function within the "phytools" R package (Revell 2011 ).
122
Quantifying introgression 123 We used two different approaches to quantify differences in the extent of introgression (i.e., 124 ancient plus recent) between the two louse genera. We employed methods suitable to detect 125 introgression between species and between individuals from the same species (i.e., we did not 126 employ methods aimed to detect differences at the population level, e.g., TreeMix; Pickrell and (Fig. 2) . Note that these mean coverage values are calculated using only reference taxa in sppIDer, and performed eleven independent analyses with a differing maximum 147 number of reticulation nodes (i.e., from zero to ten). We conducted ten runs per analysis. We 148 then selected the optimal network for each genus based on AIC values.
149
Statistics and reproducibility 150 We compared the sppIDer results using generalized linear models (GLMs). We used a Gaussian 151 distribution of errors and an identity link function. We performed one GLM for each simulation 152 iteration using the glm function of the "stats" R package (R Core Team 2013). The extent of 153 introgression for each louse genus was the dependent variable, the genus identity was the 154 independent variable, and we accounted for the introgression differences between louse species 155 including louse identity as a fixed factor. We confirmed assumptions underlying GLMs by 156 testing the normality of regression residuals for normality against a Q-Q plot. We also 157 considered the possibility that some of the reads mapping to other species were technical from the mean coverage value of a particular sample (i.e., we subtracted a random proportion of 164 the mean coverage value for each sample until reaching 9 %). We ran 100 iterations of the 165 simulation and ran a GLM for each iteration (Table S1) (Fig. 3, Figs . S1-S12). However, the other individual from the same taxon, inhabiting the same 178 host species and collected in the same geographic region, did not show these elevated levels of 179 introgression (Supplementary Table S2 , Figs. S1-S12). further study to rule out methodological issues (e.g., wet-lab contamination).
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In this vein, a careful examination of the introgression history of these taxa (and 217 symbionts as a whole) is needed to better understand the patterns of introgression that we found. 
